
TCGACCCACGCGTCCGGGAGGATCGGGAGTCGCGGGAGGATGGGCCGCCGCTAGGCTC6CACTCCGGA 
C6CGCCTC6C 

AGTGCGCAGGGTGGGTGCCCCGCGCCTGCAGCGTCC^ 
GCTCCGGGCC 

TCGCAGCCTCAGCCCCCGGCCCAGCGCGCTTTCCGACGGCGGCGCCGCGCCGAGCCACCCGCC 

CGCCCAAGGTCTCTCGCGGGCGGGAGAACGGAAAA 

CTTCAGACAA 

TGGATGAGCAATCA^GGAATGCAAGGGCCAC^ 
CCGGATATGG 

GCTATMTACATTAGCCMCTTTCGAATAGAAAAGAAMTTGGTCGCGGACAATTTAGTGAAG 

TTTATAGAGCAGCCTGTCTCTTGGATGGAGTACCAGTAGCTTTAAAAAAAGTGCAGATATTTGATTTA 

ATGGATGCCA 

MGCACGTGCTGATTGCATCAMGAAATAGATCTTCTTAAGCAACTCAACCATCCAAATGTAATAAAA 
TATTATGCAT 

CATTCATTGMGATAATGAACTAAACATAGTTTTGGAACTAGCAGATGCTGGCGACCTATCCA 

GAATGATC^GCATTTTAAGAAGCAAAAGAGGCTAATTCCTGAAAGAACTGTTTCrGAAGTATTTTG^ 

CAGCTTTGCA 

GTGCATTGGAACACATGCATTCTCGAAGAGTCATGCATAGAGATATAAAACCAGCTMTGTGTTCATT 
ACAGCCACTG 

GGGTGGTAAMCTTGGAGATCTTGGGCTTGGCCGGTTTT^ 

ATTCTTTAGTTGGTACGCCmTTACATGTCTCCAGAGAGAATACATGAAMTGGATAC^ 
TCTGACATCT 

GGTCTCTTGGCTGTCTACTATATGAGATGGCTGCATTACAAAGTC 
TTATACTCAC 

TGTGTAAGMGATAGMCAGTGTGACTACCC^CCTCTTCCTTCAGATCACTATTCAGMGAAC 

TCCGACAGTTAGTTAATATGTGCATCAACC^ 

GACGTAGCAA 

AGAGGATGCATGCATGCACTGCMGCAGCTAAACATGCAAGATCATGAAGAGTGTM 
GAAAGTATTT 

TGTGCAMGTCGTACCTSCCCATTTAI^TCTGGGTGTTMGATTAATATTTCAGAGCTAGTGT 

GCTCTGAATCCTTAACCAGTTTTCATATAAGCTTC^ 
AACCCCCAAA 

TGACTTTGGMTMCTGMTTGCATGTTAGGAGAGAAAATGAAACATGATGGT 
GTTTATAGAA 

TTTCTTACAGTTTTCTGCTGATAMTTGTGTTTAGATAGACTGTC 

TGCAGCTTGGCACAC&TCAGMTAGACTCA^ 

TTTTTAGTAA 

TTTATGGACATTGAGATGAACACAATTGTGMCTTTTGTGMGAT 
CTAGTTTTAG 

TTCTTAGCAGAGTAGTTTTOUyVTATGATTOTrATGAT 

AACATTTAGAACTCTTAGCTTATAGATTCAAAATG^ 

GTGAGTCAGA 

CACTGAAGAGTTTTTTGTTTTGTTTTAATATTTTTGATAl^ 
ATCCATTTAA 

AMGTGGTTMGGATTTGTTTAGCTGGTGTGATAATMTTTTTAAAGTTGC 

GCTTTTTTTGTGTGTTTTTATTGTTGTT^ 

TATATTTCAA 
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TTTCTTTATAAATTTMGT(^TTTTAACTCATAATTGTACACTATAATATAAGCCTAAGTTTTTATT 
CATAAGTTTT 

ATTGAAGTTCTGATCGGTCCCCTTCAGAMTTTTTTTAT^^ 

TTTATATTGTATGTGCATTTTATCCATTAATGTTTCATACTTTCTGAGAGTATAATACCCTTTTAAAA 
GATATTTGGT 

ATACCAATACTTTTCCTGGATTGAAAACTTTTTTTAAAC 
TATGTTTGGT 

CTTGTTAAAGAGGAAGAAAGGATGTGTGTTATACTGTACCTGTGAATGTTGATACAGTTACAA 
TTTATTTGACAAGGTTGTAATTCTAGAATATGCTTMTAAAATGAAAACTGGCCATGACTAC^ 
AACTGTTATG 

AGATTAACATTTCTATTGAGMGCTTTTGAGTAAAGTACTGTATTTGTTCATGAAGATGACTGAGA 
GTAACACTTC 

GTGTAGCTTAAGGAAATGGGCAGAATTTCGTAAATGCTGTTGTGCAGATGTGTTTTCCCTGAA 

TGCTTTCGTATTAGTGGCGACCAGTTTCTCACAGAATTGTGAAGCCTGAAGGCCAAGAGGAAGTCACT 

GTTAAAGGAC 

TCTGTGCCATCTTACAACCTTGGATGMTTATCCTGCCAACGTGAAAACCTCATGTTCAAAGAACACT 
TCCCTTTAGC 

CGATGTAACTGCTGGTTTTGTTTTTCATATGTGTITK 

GCATTTGTAMCTTAAAAAAAA1MAWAAAGGGCAAAAAGTCTGAACCCTTGTTTTCTGAAATCTAATC 
AGTTATGTAT 

GGTTTCTGAAGGGTAATTTTATTTTGG^ 
GGCTAGATGC 

ATTTTTTTTCTCACACTCTTMTGACTTTTMC^ 

TAGMGTATGAGAAGAAmTTCmTTGACCATTMTGTCATGTTCATTTTM^ 
GATGAAATGT 

TCTCTGGTTGGAACAGATACTCTCTTTT^^ 
ATTAGCTTGA 

CCCCTCAAAGTAACTTTTAAGTAAAGATTAAAGCTTTTCTTCTCAGTGAATATATCTGCTAGA 

AGGAMTAGCTGGGAAGAATTTMTGATCAGGGAAATTC^^ 

TCGAATATTG 

TATCTTTTTAAATCTAAATGTTCATATTTTTC 
TTGAATGGAA 

TAATTTCAAAGAACTATGAAGATGATTTGMGCTCTMTTTATATAGTCACCTATAAAATGTO 

CTTTATATGTGTTCATAAGTAAATTTTATATTGATTAAGTTAAACTTm 

TAAAATGAAA 

GCTATATCTATTNCTAAACCYTATTTAGACATTGGKACCAGTTACCCAGGTGAA 
TTGTTTTGTA 

TGGTAAGGTTTAGGAATGGNGGATGAAGGGTATCTCTATATAMTAAAGTGCTCMCAATGTG 

CAATGATTGTAAATTTAGTAAGATATTACAGCC^TTTCATGMTGCTT^ 

ATTACAAAAC 

ACCTTTCfTGTATCCATATACTTCAGGTGTTGCTC 
ATGTTACTCA 

CATTAAATGTTTATTC!ITrAAMTGMTGTATTATGTTTTTMCC 

CTGTGCCTCATATTTCAATAGTACTGTMTATGGACATCTTTTGTG 

TTTAAATATA 

CATACAAAAAGATTTCTGTTATTAGCTTTGAAAATTGTATAATATCCTAATATAAACAAAAAT^ 
AATAAAAATG 

AATACAGTAAAAAAAAAAAAAAAAAAAAAAAAAAAAGG 
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IfflEQSQGMQGPPVPQFQPQKALRPDMGYNTIJ^RIEKKIGRGQFSEVYR^CLLIXjVPVALKKVQIF 
DLMDAKARAD 

CIKEIDLLKQI^PNVimASFIEDNELNIVLELADAGDLSRMIKHFKKQmiPERTVWKYFVQLC 
SALEHMHSRR 

VMffiffllKPANVFITATGVVKIXjDLGLGRFFSSKTTAAHSLVGTPYYMSPERIHENGYNFKSDI 

WSLGCLLYEMAALQSPFYGDKI^ySLCKKIEQCDYPPLPSDHYSEELRQLVKMCINPDPEKRPDVTY 

VYDVAKRMHA 

CTASS 
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6TCGACCCACGC6TCC66T6GAA6TATAATACTTT6TCATTAT6AGAT6TC6TCTCTCGG 

TGCCTCCTTTGTGCAAATTAAATTTGAT6ACTTGCAGTTTTTTGAAAA 

MGTTTTGGGAGTGTTTATCGAGCCAAATGGATATCACAGGACAAGGAGGTGGCTC 

GMGCTCCTCAAAATAGAGAMGAGGCAGAAATACTCAGTGTCCTCAGTCACAGAAACAT 

CATCCAGTTTTATGGAGTMTTCTTGMCCTCCCM 

TTCTCTGGGATCACTCTATGATTACATTMCAGTAACAGAAGTGAGGAGATGGATAT^^ 
TCACATTATGACCTGGGCCACTGATGTAGCGI^GGM 
TCCTCTC3AGGTGATTCACAGAGACCTCAAGTCAAGA^ 
AGTACTGAAGATCTGTGACTTTGGTGCCTCTCGGTTC 

CTTGGTTGGMCTTTCCCATGGATGGCTCCAGAAGTTATCCAGAGTCTCCCTGTGTCAGA 

MCTTGTGACACATATTCCTATGGTGTGGTTCTCTGGGAGATGCTAACAAGGGAGGTCCC 

CTTTAMGGTTTGGAAGGATTACAAGTAGCTTGGCTTGTAGTGGAAAAAAACGAGAGATT 

AACCATTCCAAGCAGTTGCCCCAGAAGTTTTGCTGAACTGTTACATCAGTGTTGGGAAGC 

TGATGCCMGAMCGGCCATCATTCMGCAMTCATTTCMTCCTGGAGTCCATGTCAAA 

TGACACGAGCCTTCCTGAQVAGTGTAACTCATTCCTACACAACAAGGCGGAGTGGAGGTG 

CGAMTTGAGGCAACTCTTGAGAGGCTAMGAMCTAGAGCGTGATCTCAGCTTTMG 

GCAGGAGCTTAAAGMCGAGAAAGACGTTTAAAGATGTGGGAGCAAMGCTGACAGAGCA 

GTCCMCACCCCGCTTCTCTTGCCTCTTGCTGCAAGAATGTCTGAGGAGTCTTACTTTGA 

ATCTAAAACAGAGGAGTCAMCAGTGCAGAGATGTCATGTCAGATCACAGCAACAAGTAA 

CGGGGAGGGCCATGGCATGAACCC^GTCTGC^GGCCATGATGCTGATGGGCTTTGGGGA 

TATCTTCTCMTGMCAAAGCAGGAGCTGTGATGCATTCTGGGATGCAG^ 

AGCCAAGC&GAATTCTTCGiAAACXIACATCTAAG^ 
TCTGGGGTTCAGTGATTTTGACTTGTCAGAAGGTGACGATG^ 

GGAGGAGGATMTGACATGGATMTAGTGAATGAMGCAGAAAGCAAAGTAATAAAATCA 
CAAATGTTTGGAAAACACAAAAGTMCTTGTTTATCTCAGTCTGTACA 
AGGCAGAMGCCMGC&CTGCATTTTTAGGCCM 
ATCAATTCTACTTTTATTTTTGCTTACAGAA^ 

ATATTTATGAATCAGCAAATGTGGTGCCTGATTATAGAMTTTGTGATCCTATATAC^ 
ATAGGACTTTTAAAGTTGTGACATTCTGGCTTTTTC^ 
TATTTGACTTTATTTCCTTTATTCAAATCATT^ 
TCTTMCTCCTAATTGTTCTTTGA(^CGTAGTAAT^ 

TAGCAATACACTGTAATATCAGAAATGGTTGGCCTGAGCAACCTAGTMGACCTCGTCTC 

TACTMTMTTAAAAMCTAGCTGGCATGGTAGCT^C^CACCTGTAGTCCCAGATACTTGG 

GAGGCCAAGGCAGGAGGATTGCTTGAGACCTAGCAATCAGT^ 

GATGGC&CCACTGC&CTCTAGCCTGOKX^ 

AAAAAAAAAAAGGGCGGCCG 

MSSLGASFVQIKFDDLQFFENCGGGSFGSVYRAKWISQDKEVAVK 
KLLKIEKEAEILSVLSHI^IQFyGVILEPPNYGIWEYASLGSLYDYINSN^EiMDMD 

HIMTMTDVAKGMHYLHMEAPVmH^ 

LVGTFPMAPEVIQSLPVSETCDTYSYGVVLWEMLTREVPFKGLEGLQVAWLVVEKI^ 
TIPSSCPRSFAELMQCWEMAKKWPSFKQIISIIiESMSNOT 

EIEATLEMii^EIU5LSFKEQELKERERRLKMWEQKLTEQSNTPLLLPLAAEMSEESyFE 
SKTEESNSAEMSCQITATSNGEGHGl^SLQAMMMGFGDIFSMin^GAVlfflSGMQI!?MQ 
MQNSSKTTSKRRGKKVNMALGFSDFDLSEGDDDDDDDGEEEDNDMDNSE 
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CGGTGGTGGCG6CAGCGGCGGCTGCGGGGGCACCGGGCCGCGGCGCCACCATGGCC6TGC 
GAC&GGCGCTGGGCCGCGGCCTGCAGCW^^ 

AGCCC6GCCGGGCCTACGGCTTGGGGCGGCCGGGCCCGGCGGCGGGCTGTGTCCGCGGGG 

AGCGTCO^GGCTGGGCCGCAGGACCGGGCGCGGAGCCTCGCAGGGTCGGGCTCGGGCTTC 

CTAACC6TCTCCGCTTCTTCCGCCAGTCGGTGGCCGGGCT6GC6GCGCG6TTGC^GCG6C 

AGTTCGTGGTGCGGGCCTGGGGCTGCGCGGGTC^^ 

TCGGGCTAGGGCTGGGCCTC&TCGAGGAAAA^ 

CCTGTCAGOAGATCCAGGCAATTTTTACCCAGAAAAG 

ACACGAGACGCTTGCAGGGCTTTCGGCTGGAGGAGTATCTGATAGGGCAGTCCATTGGTA 

AGGGCTGCAGTGCTGCTGTGTATGMGCC^CCATGCCTACATTGCCCC^GMCCTGGAGG 

TGACAAAGAGCACCGGGTTGCTTCCAGGGAGAGGCCCAGGTACCAGTGCACCAGGAGAAG 

GGCAGGAGCGAGCTCCGGGGGCCCCTGCCTTCCCCTTGGCCATCAAGATGATGTGGAACA 

TCTCGGCAGGTTCCTCCAGCGAAGCCATCTTGAACACAATGAGCCAGGAGCTGGTCCCAG 

CGAGCCGAGTGGCCTTGGCTGGGGAGTATGGAGCAGTCACTTACAGAAAATCCAAGAGAG 

GTCCC^GCAACTAGCCCCTCACCCCAA(^TC^TCCGGGTTCTCCGCGCCTTCACCTCTT 

CCGTGCCGCTGCTGCCAGGGGCCCTGGTCGACTACCCTGATGTGCTGCCCTCACGCCTCC 

ACCCTGAAGGCCTGGGCCATGGCCGGACGCTGTTCCTCGTTATGAAGAACTATCCCTGTA 

CCCTGCGCCAGTACCTTTGTGTGAACACACCCAGCCCCCGCCTCGCCGCCATGATGCTGC 

TGCAGCTGCTGGAAGGCGTGGACCATCTGGTTCAACAGGGCATCGCGCACAGAGACCTGA 

MTCCGACMCATCCTTGTGGAGCTGGACCCAGACGGCTGCCCCTGGCTGGTGATC 

ATTTTGGCTGCTGCCTGGCTGATGAGAGCA^ 

ACGTGGATCGGGGCGGAAACGGCTGTCTGATGGCCCCAGAGGTGTCCACGGCCCGTCCTG 

GCCCCAGGGICAGTGATTGACTACAGCMGGCTGATGCCTGGGC^ 

ATGAMTCTTCGGGCTTGTCAATCCCTTCTACGG^ 

GCAGCTACCMGAGGCTCAGCTACCTGCACTGCCCGAGTCAGTGCCTCCAGACGTG^ 

AGTTGGTGAGGG^CTGCTCCAGCGAGAGGCCAGC^ 

CAAATGTGCTTCATCTAAGCCTCTGGGGTGAACATATTCTAGCCCTGAAGAATC 

TAGAGAAGATGGTTGGCTGGCTCCTCCAACAATCGG^ 

T^CAGAGMGTGTTGTGTGGAAACAAAAATGMGATGCTCTTTC 

GTGAAACGCTCTGCCAGGCAGCCCTCCTCCTCTGCTCATGGAGGGCAGCCCTGTGATC 

CCTGCATGGAGCTGGTGAATTACTAAAAGAACTTGGCATCCTCTGTC 

TGAATGGTGAGGGTGGGAGTCAGGAGACAAGACAGCGCAGAGAGGGCTGGTTAGCCG 

AAGGCCTCGGGCTTGGCAAATGGAAGAACTTGAGTGAGAGTTCAGTCTGC^ 

I^CAGACATCTGAAAAGTGMTGGCCMGCTGGTCTAGTAG^ 

GGGGTAGG(X^rGCATCCAC^GAGAGGATCCAGG( 
TTTGGCTGTGACCTTTGCCCCTAAC&CG^ 
TCTGATTTGCCACCTGG&TGkAGGCAGACAT^^ 
AGTGGGAAATTACATGAGGCCTGGGCCTCTGCGTTCCCAAG^ 

TACTGAATTATTAATCTCACTTAGCGAAAGTGACGGATGAGCAGTMGTAAGTMGTGTC 
GGGATTTAAACTTGAGGGTTTCCCTCCTGACTA 

TAAATGCAAATTTACAACTGCAAAAAAAAAAAAAAAAAAAAAAAAGGGCGGCCC 
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Met Ala 

Val Arg Gin Ala Leu Gly Arg Gly Leu Gin Leu Gly Arg Ala Leu Leu 

5 10 15 

Leu Arg Phe Thr Gly Lys Pro Gly Arg Ala Tyr Gly Leu Gly Arg Pro 
20 25 30 

Gly Pro Ala Ala Gly Cys Val Arg Gly Glu Arg Pro Gly Trp Ala Ala 
35 40 45 50 

Gly Pro Gly Ala Glu Pro Arg Arg Val Gly Leu Gly Leu Pro Asn Arg 

55 60 65 

Leu Arg Phe Phe Arg Gin Ser Val Ala Gly Leu Ala Ala Arg Leu Gin 

70 75 80 

Arg Gin Phe Val Val Arg Ala Trp Gly Cys Ala Gly Pro Cys Gly Arg 
85 90 95 

Ala Val Phe Leu Ala Phe Gly Leu Gly Leu Gly Leu lie Glu Glu Lys 
100 105 110 

Gin Ala Glu Ser Arg Arg Ala Val Ser Ala Cys Gin Glu He Gin Ala 
115 120 125 130 

He Phe Thr Gin Lys Ser Lys Pro Gly Pro Asp Pro Leu Asp Thr Arg 

135 140 145 

Arg Leu Gin Gly Phe Arg Leu Glu Glu Tyr Leu He Gly Gin Ser He 

150 155 160 

Gly Lys Gly Cys Ser Ala Ala Val Tyr Glu Ala Thr Met Pro Thr Leu 
165 170 175 

Pro Gin Asn Leu Glu Val Thr Lys Ser Thr Gly Leu Leu Pro Gly Arg 
180 185 190 

Gly Pro Gly Thr Ser Ala Pro Gly Glu Gly Gin Glu Arg Ala Pro Gly 
195 200 205 210 

Ala Pro Ala Phe Pro Leu Ala He Lys Met Met Trp Asn He Ser Ala 

215 220 225 
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Gly Ser Ser Ser Glu Ala He Leu Asn Thr Met Ser Gin Glu Leu Val 

230 235 240 

Pro Ala Ser Arg Val Ala Leu Ala Gly Glu Tyr Gly Ala Val Thr Tyr 
245 250 255 

Arg Lys Ser Lys Arg Gly Pro Lys Gin Leu Ala Pro His Pro Asn He 
260 265 270 

He Arg Val Leu Arg Ala Phe Thr Ser Ser Val Pro Leu Leu Pro Gly 
275 280 285 290 

Ala Leu Val Asp Tyr Pro Asp Val Leu Pro Ser Arg Leu His Pro Glu 

295 300 305 

Gly Leu Gly His Gly Arg Thr Leu Phe Leu Val Met Lys Asn Tyr Pro 

310 315 320 

Cys Thr Leu Arg Gin Tyr Leu Cys Val Asn Thr Pro Ser Pro Arg Leu 
325 330 335 

Ala Ala Met Met Leu Leu Gin Leu Leu Glu Gly Val Asp His Leu Val 
340 345 350 

Gin Gin Gly He Ala His Arg Asp Leu Lys Ser Asp Asn He Leu Val 
355 360 365 370 

Glu Leu Asp Pro Asp Gly Cys Pro Trp Leu Val He Ala Asp Phe Gly 

375 380 385 

Cys Cys Leu Ala Asp Glu Ser He Gly Leu Gin Leu Pro Phe Ser Ser 

390 395 400 

Trp Tyr Val Asp Arg Gly Gly Asn Gly Cys Leu Met Ala Pro Glu Val 
405 410 415 

Ser Thr Ala Arg Pro Gly Pro Arg Ala Val He Asp Tyr Ser Lys Ala 
420 425 430 
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Asp Ala Trp Ala Val Gly Ala lie Ala Tyr Glu He Phe Gly Leu Val 
435 440 445 450 

Asn Pro Phe Tyr Gly Gin Gly Lys Ala His Leu Glu Ser Arg Ser Tyr 

455 460 465 

Gin Glu Ala Gin Leu Pro Ala Leu Pro Glu Ser Val Pro Pro Asp Val 

470 475 480 

Arg Gin Leu Val Arg Ala Leu Leu Gin Arg Glu Ala Ser Lys Arg Pro 
485 490 495 

Ser Ala Arg Val Ala Ala Asn Val Leu His Leu Ser Leu Trp Gly Glu 
500 505 510 

His He Leu Ala Leu Lys Asn Leu Lys Leu Asp Lys Met Val Gly Trp 
515 520 525 530 

Leu Leu Gin Gin Ser Ala Ala Thr Leu Leu Ala Asn Arg Leu Thr Glu 

535 540 545 

Lys Cys Cys Val Glu Thr Lys Met Lys Met Leu Phe Leu Ala Asn Leu 

550 555 560 

Glu Cys Glu Thr Leu Cys Gin Ala Ala Leu Leu Leu Cys Ser Trp Arg 
565 570 575 

Ala Ala Leu 
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GTCGACCCACGCGGTCCGCCCACGCGTTCCGGAGACATGTCTCTGTGTTTC 

TCTCCCCTCCGCTTTTGAGTCCGTTGAAGACACAATTTCTCTCTGTCGGGT 

GCTTAGGAGGAGCTCCATGAACATGTATTGAATTGGACTTAGCTGAACAG 

GCTGCTGGTTGGCTGCCCAGAGGGGGCAGGCTGTGTTGCTGGGAGCCTTC 

CAGCTCCCTGCAGCAGTCATGGGGCAGGGTTCCCCGAGTCCGTAATCCCC 

ATTTCCACCTACTTTCCCTTAGTTATTTGATTCCCTGTCTGTCGTACTCAGC 

TTAAGTGGAGCATCCCCTTTCCTGGGAGACACGAAGCAGGAAACACTGGC 

AAATATCACAGCAGTGAGTTACGACTTTGATGAGGAATTCTTCAGCCAGA 

CGAGCGAGCTGGCCAAGGACTTTATTCGGAAGCTTCTGGTTAAAGAGACC 

CGGAAACGGCTCACAATCCAAGAGGCTCTCAGACACCCCTGGATCACGCC 

GGTGGACAACCAGCAAGCCATGGTGCGCAGGGAGTCTGTGGTCAATCTGG 

AGAACTTCAGGAAGCAGTATGTCCGCAGGCGGTGGAAGCTTTCCTTCAGC 

ATCGTGTCCCTGTGCAACCACCTCACCCGCTCGCTGATGAAGAAGGTGCA 

CCTGAGGCCGGATGAGGACCTGAGGAACTGTGAGAGTGACACTGAGGAG 

GACATCGCCAGGAGGAAAGCCCTCCACCCACGGAGGAGGAGCAGCACCT 

CCTAACTGGCCTGACCTGCAGTGGCCGCCAGGGAGGTCTGGGCCCAGCGG 

GGCTCCCTTCTGTGCAGACTTTTGGACCCAGCTCAGCACCAGCACCCGGGC 

GTCCTGAGCACTTTGCAAGAGAGATGGGCCCAAGGAATTCAGAAGAGCTT 

GCAGGCAAGCCAGGAGACCCTGGGAGCTGTGGCTGTCTTCTGTGGAGGAG 

GCTCC^GCATTCCCAAAGCTCTTAATTCTCCATAAAATGGGCTTTCCTCTG 

TCTGCCATCCTCAGAGTCTGGGGTGGGAGTGTGGACTTAGGAAAACAATA 

TAAAGGACATCCTCATCATCACGGGGTGAAGGTCAGACTAA 

CTTCACAGGCTGAGGGGGTTCAGAACCAGCCTGGCCAAAAATTACACCAG 

AGAGACAGAGTCCTCCCCATTGGGAACAGGGTGATTGAGGAAAGTGAACC 

TTGGGTGTGAGGGACCAATCCTGTGACCTCCCAGAACCATGGAAGCCAGG 

ACGTCAGGCTGACCAACACCTCAGACCTTCTGAAGCAGCCCATTGCTGGC 

CCGCCATGTTGTAATTTTGCTCATTTTTATTAAACTTCTGGTTTACCTGATG 

CTTGGCTTCTTTTAGGGCTACCCCCATCTCATTTCCTTTAGCCCGTGTGCCT 

GTAACTCTGAGGGGGGGCACCCAGTGGGGTGCTGAGTGGGCAGAATCTCA 

GAAGGTCCTCCTGAACCGTCCGCGCAGGCCTGCAGTGGGCCTGCCTCCTC 

CTTGCTTCCCTAACAGGAAGGTGTCCAGTTCAAGAGAACCCACCCAGAGA 

CTGGGAGTGGTGGCTCACGCCTATAATCCCTGCGCTTTGGCAGTCCGAGG 

CAGGGGAATTGCTTGAACTCAGGAGTTGGAGACCAGCCTGGGCAACATGG 

CAAAACGCAGTCTGTACAAAAAATACAAAAAATTAGCCAGGTGTAGGGGT 

AGGCACCTGGCATCCCAGCTACTCCAGGGGCTGAGGTGACAGCATTGCTT 

AAGCCCAGAAGGTCGAGGCTGCAGTGAGCTGAGATC 

CAGTCTGGGTGACAGAGAGAGACCATATCCAAAAAAAAAAAAAA 

CGGCCGC 



LFDSLSVVLSLSGASPFI^DTKQETIJmiTAVSyDFDEEFFSQTSELAia)FIR^ 

LVKETRKRIiTIQEAIJmPWITPVDNQQAMVRR^ 

LSFSIVSIKZNHLTRSIjMKKVHIiRPDEDLRN^ 




TALAKELRELRIEETNRPM 19 

G ACG GCA TTA GCC AAA GAA CTA AGA GAA CTC CGG ATT GAA GAA ACA AAC CGC CCA ATG 57 

KKVTDYSSSSEESESSEEEE 39 

AA6 AAG GTG ACT GAT TAC TCC TCC TCC AGT GAG GAG TCA GAA AGT AGC GAG GAA GAG GAG 117 

EDGESETHDGTVAVSDIPRL 59 

GAA GAT GGA GAG AGC GAG ACC CAT GAT GGG ACA GTG GCT GTC AGC GAC ATA CCC AGA CTG 177 

IPTGAPGSREQYNVGMVGTH 79 

ATA CCA ACA GGA GCT CCA GGC AGC AAC GAG CAG TAC AAT GTG GGA ATG GTG GGG ACG CAT 237 

GLETSHADSFSGSISREGTL 99 

GGG CTG GAG ACC TCT CAT GCG GAC AGT TTC AGC GGC AGT ATT TCA AGA GAA GGA ACC TTG 297 

MIRETSGEKKRSGHSDSNGF 119 

ATG ATT AGA GAG ACG TCT GGA GAG AAG AAG CGA TCT GGC CAC AGT GAC AGC AAT GGC TTT 357 

AGHINLPDLVQQSHSPAGTP 139 

GCT GGC CAC ATC AAC CTC CCT GAC CTG GTG CAG CAG AGC CAT TCT CCA GCT GGA ACC CCG 417 

TEGLGRVSTHSQEMDSGTEY 159 

ACT GAG GGA CTG GGG CGC GTC TCA ACC CAT TCC CAG GAG ATG GAC TCT GGG ACT GAA TAT 477 

GMGSSTKASFTPFVDPRVYQ 179 

GGC ATG GGG AGC AGC ACC AAA GCC TCC TTC ACC CCC TTT GTG GAC CCC AGA GTA TAC CAG 537 

TSPTDEDEEDEESSAAALFT 199 

ACG TCT CCC ACT GAT GAA GAT GAA GAG GAT GAG GAA TCA TCA GCC GCA GCT CTG TTT ACT 597 

SELLRQEQAKLNEARKISVV 219 

AGC GAA CTT CTT AGG CAA GAA CAG GCC AAA CTC AAT GAA GCA AGA AAG ATT TCG GTG GTA 657 

NVHPTNIRPHSDTPEIRKYK 239 

AAT GTA AAC CCA ACC AAC ATT CGG CCT CAT AGC GAC ACA CCA GAA ATC AGA AAA TAC AAG 717 

KRFNSEILCAALWGVNLLVG 259 

AAA CGA TTC AAC TCA GAA ATA CTT TGT GCA GCT CTG TGG GGT GTA AAC CTT CTG GTG GGG 777 

TENGLMLLDRSGQGKVYKLI 279 

ACT GAA AAT GGC CTG ATG CTT TTG GAC CGA AGT GGG CAA GGC AAA GTC TAT AAT CTG ATC 837 

NRRRFQQMDVLEGLNVLVTI 299 

AAC CGG AGG GGA TTT CAG CAG ATG GAT GTG CTA GAG GGA CTG AAT GTC CTT GTG ACA ATT 897 

SGKKNKLRVYYLSWLRNRIL 319 

TCA GGA AAG AAG AAT AAG CTA CGA GTT TAC TAT CTT TCA TGG TTA AGA AAC AGA ATA CTA 957 

HNDPEVEKKQGWITVGDLEG 339 

CAT AAT GAC CCA GAA GTA GAA AAG AAA CAA GGC TGG ATC ACT GTT GGG GAC TTG GAA GGC 1017 
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CIHYKVVKYERIKFLVIALK 359 

TGT ATA CAT TAT AAA GTT GTT AAA TAT 6AA AGG ATC AAA TTT TTG GTG ATT GCC TTA AAG 1077 

NAVEIYAWAPKPYHKFM AFK379 

AAT GCT GTG GAA ATA TAT GCT TGG GCT CCT AAA CCG TAT CAT AAA TTC ATG GCA TTT AAG 1137 

SFADLQEKPLLVDLTVEEGQ 399 

TCT TTT GCA GAT CTC CAG CAC AAG CCT CTG CTA GTT GAT CTC ACG GTA GAA GAA GGT CAA 1197 

RLKVIFGSHTGFHVIDVDSG 419 

AGA TTA AAG GTT ATT TTT GGT TCA CAC ACT GGT TTC CAT GTA ATT GAT GTT GAT TCA GGA 1257 

NSYDIYIPSHIQGNITPHAI 439 

AAC TCT TAT GAT ATC TAC ATA CCA TCT CAT ATT CAG GGC AAT ATC ACT CCT CAT GCT ATT 1317 

V I L P K 444 

GTC ATC TTG CCT AAA 1332 




